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VH1E\SEQ(1>267) 
VH3a-SEQ(l>264) 
VH4E.SEqXi>2L0) 
VH11E,SEQ(1>115). 
VH12UE /SEQ { 1>193 ) 
VHISUE .SEQ (1>137 j 
VH16E.SEQ{1>130) 
VHIPORE ; SEQ (15.20 6 
VH3 FORE .SEQ {a>207) 
VH4 FORE . SEQ ( 1 > 2 3.0 ) 
VH1SE-.SBQ<1>131> 
VH12E-SEQ(l>10Si) 
\milUEvSEQ (iVlOV) 

•vhiue:seq(i>42) . • 
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. . EXPRESS MAIL 

EL36093.'^7Q^iit^ 

ATTY. DKT. 266/187 

Enzymes: Alt 74 enzymes (No Filter) SHEET 7 OF 11 

Settings:' Unear, Certain Sites Only. Standard Genetic Code " . . . - ^ - ' 

pdel * ; 

t Ava tf A!u I Ava II Eco57 1 

PstI j pau96ljPvulI iSau96l p psrl 

SEQ, ID. NO. 1 TCTCCTGTCAGGAACTGCAGGTGTCCrCTCTG AGGTCCAGCTGCA ACAGTCTGGA.CCTGAAcfGGTGAAG 
SEQ. ID, NO, 2 'AGAGGACAGTCCTTGACGTCCACAGGAGAGACTCCAGGTCGACGTTGTCAGACCTGGACTTGACCACTTC 

SEQ, ID, NO, 3 SPVRNCRCPL.GPAATVWT.TGE 
SEQ. ID .NO. 4 LLSGTAGVLSeVQLQQSGPELVK 
SEQ ID NO 5 LSCQELQVSSL.RSSCNSLOLNW.S 



jpsp6.U |EcoRV fBsrl 

SEQ. ID. NO. 1 CCTGGGACTTCAGTGAGGAJATCCTGCAAGACTTCtGGATACACATTCACTGAATATACCATACACTGGG ■ 

OTA TTL Tsrr. o " ' * ^- ' ■ ' I ■ ■ ' i ■ ■ ■ ■ : ' I - '^ . M ^-,£to 

bUAi . Xl) , NO . Z G6ACCCT6AAGTCACTCCT ATAGGACGTTCTGAAGACCTATGTGTAAGTGACTTATAT.GGT^TGTGACCC 

SEQ. ID. NO. 3 A .w D - F s e d ! l q o f v i .k i h . I- Y :h'! T L XS 

SEQ. ID, NO. 4 P G T S Y R l S C K T S -G -Y T F T £ Y 1 H V* 

SEQ. ID. NO. 5 ' L -G . -L Q . G Y PAR LM 0 - T H S L .N. I ' P'y/.T. G 

HphI 'Rsal 
i;3 ^col ..[• |<pnl 

SEQHlT^, NO, 1 TGAAGCAGAGCCATGGAAAGAGCCTTGAGTGGATTGGAAACATCAATCCTAACAATGGTpiG^rACCACCTA " 

. 1 ■ ■ 1 — -r-* ! — ^ — " « ■ ■ • I — t H= M i — J— — ^ — ^ ^ — ^ — ^-1 \. 210 

SEQ^rJID, NO, 2 acttcgtctcggtacctttctcggaactcacctaacctttgtagttaggattgttapcaccatggtggat* 
SEQ'^JID, NO, 3 eAEPVKEP. v'owkhqs ..qw wy. hl 

SBOi'^fTn Krn A VKOSHGKSLEWIGNINPN'NGGTTY 
STOiD: no! 5 ^ S H A H E R A L S G L E T S I L T M.V V P P 

Lfi * 

rul 
Ban W 
I - I ] ! r I f^^^ 

SEQiJ ID , NO , 1 CAATCAGAAGTTCGAGGACAAGGCCACATTGACTGTAGACAAGTCCTCCAGTACAGCGTACATGGAGCTC 

: ^ . ■■ ■ 1 ■ . — . ( 1 < ■ 1 ■ ■ • ■ 1 ■ ■ ' t — H M — ' ■ L ' ' '. — 1 \- 280 

SEC^., ID. NO. 2 GTTAGTCTTCAAGCTCCTGTTCCGGTGTAACTGACATCTGTTCAGGAGGTCATGJCGGATGTACCTCGAG 

SEQi^i ID, NO, 3 Q.SE-VRG QGH lOCROVLQ.YSt H'GA 

oTffil rn wn a nqkf'eokatltvdksssta-ymel 

OLi^^: nu, H ^ ( R S S R T R P H . L . T, S P * P V Q p T. W S S 

SEQ. ID. NO. 5 • > ' ' ■ 1 . — r-- - 

,Sau96'l 

AIul - . ' BsrI 

. pde I Hint I ^st \ • pvu It | | ^Hae Ul 

SEQ. ID., NO, 1 cgcagcctaacatctgaggattctgcagtctattattgtgcagctggttggaactttgacta^tggggcc 

QT^n T-n Tcrn o ' '-^ 1— *~ — • H ■ ■ - 1 ■ ■ ■ ■ 1 ■ ■ ■ ■ I > M M h 350 

OJ!As2 . ID . JnO . / - gcgtcggattgtagactcctaagacgtcagataataacacgtcgaccaaccttgaaactgatgaccccgg 

SEQ. ID, NO, 3 PopNi. gfcslllcswlel.llgp 

SEQ. ID, NO, 4 RSLTSEDSAV YYCAAGWNFDYWG 

SEQ. 10, NO 5 AA,.H.LRILQS IIVQLV. 6 T LTTGA 

Aiw26 I 
Ode I 

i 



SiEQ. 


ID. 


NO. 


.1 


AAGGCACCACTCTCACAGTCTCCTCAGCCAAAACGACACCC 


SEQ. 


ID. 


NO. 


2 


■ ■ ' ■■ 1 ■ ■ ■ I — 1 — • ( • H- 

TTCCGTGGTGAGAGTGTCAGAGGAGTCGGTTTTGCTGTGGG 


SEO. 


TP. 


NO. 


3 


RHH.SHSLUSQNOT 


SEQ. 


ID. 


NO. 




OGT TL'T VSSAKTTP 


SEQ. 


ID. 


NO. 


5 


KAPL.SOSPQPKRHP 



FIGURE 7 



rr 



EXPRESS MAIL 
EL360933793US 
ATTY. DKT. 266/187 
SHEET 8 OF 11 



Lipman-Pearson Protein Alignment 
Ktuple; 2; Gap Penalty: 4; Gap. Length Penalty: 12 
Se€(1(1>115) Seq2{1>125) Similarity 

J591VH;PRO MUVHIIAPRO Index 



Gap 
Number 



Gap 
Length 



Consensus 
Length 



(1>115) 



(1>125) 



75.6 



10 



f^lO 'r20 -f-SO -r^O f50 

.EVQLQQSGPELVKPGTSVR I SCKTSGYTFTEYT I -HWVKQSHGKSLEW I GN I NPNNGGTT 
EVQLQQSGPECVKPiS : SV : I SCK : SGYTFT : Y : : WVKQS . GKSLEW I G : I NP . N6GT : 
EVQLQQSGPELVKPGASVK 4 SCKASGYTFTDYYMNNWVKQSPGKSLEWI GD I NRGNGQTS 

-^^lO . *-20 *^30 Mo ^50 ''^O 

•*60 : .. . V70. ••. ,' VSO ■irQO flOO ^110 

YNQKFEDKATLTVDKSSSTAYMELRSLTSEOSAVYYCAAG -WNFOyWGQGfn 

.YNQKFV:::KAtL-TVDKSS.StAY.M:L.SLTSEOSAVYYCA G . .FDYWGQGTT . 

YNQKFlCGKATLTVDKSSSTAYMQLSSLTSEDSAVYYCARGYYSSSYflAYYAFDYWGQGTr 
-■ ■■ MO • . *-80 ■ ■ ' ^ ^100 Alio •'^120 



125 



=ILTVSS 
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VK15e.SEQ(l>124) 
VK1€E.SEQ(1>118) 
VK20E.SEQ(X>93) 
VK27UE.SBQ(1>1S3) 
VK28tJE.SEQ(l>lS2) 
VK18E-SEQ(1>83.> 
VK23E.SEQ(1>122) 
VK26UE.SEQ(1>XS3) 
. VK2SE.Se6(1>4.?X 
. '■VK15XJE,SB0'^1>263) 
. :VK20UE^SEQ(i>230) 
.VK25OT,*SEQ(i>269) 
, yiq.60E.:sEQ'(.i>X42) 

VK.1.8tXE -SiEQ (l>80) ;. 
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(7 1 - * \ . EXPRESS MAIL 

^ \ EL360933793U<^ 

• ATTY. DKT- 266/187 

enzymes: * All 74 enzymes (No RteO . ^ ^ ^'^i^^JO _ 

Settings: Linear. Certain Sites Q nty- Staodard-Genettc Code • ' ^ ■ . 

|MuI • ' • , ' ■ ^phl 

SEQ. ID* NO. 9 TTAUTGGAGCTGATGGGAACATTGTAATGACCCAATCTCCCAAATCCATGTCCATGTCAGTAGGAGAGA 

I (- — ^ — \ — • — — ^ 1-. ■ 1 ■■ .1 I ■» ' ■■■ 1 ■ — H- — ^-f- — ■ • I. ' ■ ■ ' i' ■■ k- 70 

SEQ. ID, NO. 10 AATATACCTCGACTACCCTTGTAACATTACTGGGTTAGAGGGTTTAGGTACAGGTACAGTCATCCTCTCT 

SEQ. ID» NO. 11 LYGAOGNlVttTQSPKSHSHSVGE 
ST^n TB NO 12 Y^ttELMG TL. PNLPNPCPCQ , E R 

Im. ii: no: u I ^ ^ s . . . . c . 0 . . s . . . . u . . . . , 

Hae m 

SEQ« ID, NO. 9 GGGTCACCTTGACCTGC AAGGCCAGTGAGAATGTpGTTACJTATGrT^^ 
SEQ. ID. NO. 10 CCCAGTGGAACTGGACGTTCCGGTCACTCmCACCAAT.bMTACAAA^ 

SEQ. ID. NO. 11 R V -T L T C K A S E ti .-V Y X S y y Q Q K P E 

<?K0 TD NO 12 6 S P . P A R P Y *R W'-'L. L n ,F P. G I N...R ..N Q 
Siq! id! no! 13 • 0 H L. 0 L O 0 -0 .. C G T F > . V -:s . T. E. T. H 

/ . Mbol- 
Avail 1 Dpnl 
* - Hpall • Bsrl jBsaOl 
; • ^w26l pkl . . -j:, pauQBlj j^l 

S^l) ID NO 9 GCAGTCTCCTAAACTGCTGATATACGGGGCATCCAACCGGTACACTGGGGTCCCCGATCGCTTCACAGGC 
•^i^* j-i^. i-^v^. ^ ^ — ^ ^ > . t ■ . . 1 r r4-- ' ■ ' ■ 1 ■ ' ■ t . 1 1-210 

S®. ID, NO, 10 CGTCAGAGGATTTGACGACTATATGCCCCGTAGGTTGGCCATGTGACCCCAGGGGCTAGCGAAGTGTCCG 
SM). ID, NO. 11 QSPKLL l YG.ASNR YTGVPORFTG 

qirn rn T<rn 1? ssllnc . ytghp-tgtlgsp'iasqa 

irr^ 1^ A V S .TAD I R G -I - Q P Y H W G P R S L H R 

SEQ, ID, NO. 13 . . > — ^ ^ — . . — ■ ■ ■ • ■ - ■ ' ^ 

Q pppnl psp6U ^boW |Eco57l 

TD NO ^ A.GTGGATCTGCAACAGATTTCACTCTGACCATCAGCAGTGTGCAGGCTGAAGACCTT6CAGATTATCACT 

fw^"- . . 1 1 • 1 J ■■■ ■ I - ■ I . ■ ■ [ — i-*: H — — H — + 260 

gEQ, ID. NO. 10 TCACCTAGACGTTGTCTAAAGTGAGACTGGTAGTCGTCACACGTCCGACTTCTGGAACGTCTAATAGTGA 

ID. NO. 11 SGSATOFTLTISS-VQAEOLAOYH 
^ rn NTH 1? V D- L Q Q I S L . P S A V. C R U K T L Q I I T 

ID, jNU. iii QWtCNRFHS.OHQ .Q*. CAG.^RPCRLS L 

SEQ, ID. NO. 13 ' ^ ' ■ ' ' ^ ' ■ " 

Avail- ' 
psal pau96l 1 

SEQ. ID. NO. 9 GTGGACAGGGTTACAGCTATCCGTACACGTTCGGAGGGGGGACCAAGCT 

SEQ. ID. NO. 10 CACCTGTCCCAATGTCGATAGGCATGTGCAAGCCTCCCCCCTGGTTCGACCTTTATTTTGCCCGACTACG 

SEQ, ID, NO. 11 CGQGYSYFYTFGGGT KLEIKR.AOA 

SEO ID NO 12 VORVTAIRTRSEGGPSWK.K GLM 

S: no! 13 w T 0 t a L. .s V H y . ..0,0 ° ^ ^ t c . c 

SEQ. ID, NO. 9 TGCACCAACTGTA 

• t • ■ ' ■ i • • >. 363. 
SEQ, ID. NO. 10 ACGTGGTTGACAT 

SEQ, ID. NO. 11 A . p. T. V 

SEQ. ID. NO. 12 ^ • " 

SEQ. ID, NO. 13 ^ 
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Lipman-Pearson Protein. Alignment 

Ktuple: 2; Gap Penalty; 4; Gap Length Penalty: 12 

Se^1{1>107) Seq2(1>1i1) Similarity Gap Gap Consensus 

. J591VK.PRO MUVKV.PRO Index Number Length Length 

(1>107) (1>1Q9) 604 2 2 . 1Q9 

^10 . ^20 ^30 -r^O 4-50 

NIVMTQSPKSMSMSVGERVTLTCKAS-ENVVTYVSWYQQKPEQSPKLLIYGASNRYTGVP 
:I MTQSP.S:S S:G:RVT:TC.:AS ::: .Y: :WYQQKP. Sf'KLLIY AS. .:GVP 
0 lOMTQSPSSLSASLGORVT I TCRASQDD I SNYLNWYQQKPG6SPKLL I YYASRLHSGVP 

*-10 *^20 -^30 Ho -^0 '^O 

fOO ". -flO f80 -fQO . 'flOQ 

■ ORFTGSGSAtDFTLTljSSVOAEOLAbYHCGQGYSY-P'YTFGGGTKLEIK 
..RF:'GSGS:.TD: :LT.l's: : :,.EO:.A.y C QG ..: P TFGGGTkljE t K 
SRFSGSGSG.TbY:SLTl!sNLEGED I ATYFCQQGNtLPPRTFGGGTKLE I K 
■ ^70 ■^80 ■ •. "^100 
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